Comparison between amputation and beclomethasone treatment. For all genes showing significant regulation upon amputation (red and grey dots) or beclomethasone treatment (green and grey dots), the fold change due to beclomethasone treatment was plotted as a function of the fold change due to amputation. The plot shows a very small group of genes (grey dots) regulated by both treatments. The grey line indicates the point at which the two different treatment have the same effect. Significantly regulated genes were selected by using a p.adj<0.05 and |FoldChange|>2 cutoff.
. Gene ontology analysis of RNA sequencing experiment. A. The number of KEGG pathways overrepresented in clusters of genes significantly regulated by amputation, beclomethasone, and amputation+beclomethasone. Amputation regulated pathways involved in the immune system and in metabolism. Amputation+beclomethasone treatment regulated a lower number of regulated pathways involved in both the immune system and metabolism. B. The number of regulated genes involved in the overrepresented pathways. Amputation regulated genes involved in immune-and metabolism-related pathways. Amputation+beclomethasone regulated a lower number of genes involved in these pathways.
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